To estimate saturation of eye RNAseq of Nautilus and squid, we analyzed subsample of raw sequences of the two species. Random sampling of raw data sets of the pygmy squid, Nautilus and scallop were used. Subsample datasets were assembled using the Trinity and Newbler as previously described. Homology searches were performed using the BLASTX against human eye development genes obtained from the AmiGO (GO: eye development, 0001654). Nautilus half data and squid three-quater data detected human homologs at the same level as full datasets of the two species, indicating that the full datasets are enough to reach saturation.
